Abstract
(CI: 0·13 -2·00, p=0·007) decrease in the odds of a TB patient being part of a recent 73 transmission event putting age as a significant risk factor. This implies that, compared to younger 74 individuals, older individuals are more likely to get active TB disease by reactivation of latent 75 TB infection. Also, we identified that the male/female ratio among very large clusters (cluster 76 size; n>20) was significantly higher than that observed in the general TB patient population (3:1 77 vs. 2:1, p=0·022) with some large clusters (cluster size between 6 and 20) involving only males.
78
Using adjusted predictions, we found that TB patients were more likely to be involved in a recent and the proportion of TB due to recent transmission.
109
Understanding transmission dynamics will contribute to knowledge on factors that enhance 110 spread of the disease, which is useful for TB control. large (6 -20 isolates) and, very large (>20 isolates).
190
The recent transmission rate was estimated using the n-1 formulae;
Where; nc is the total number of clustered cases, c is the number of clusters, and n is the total 192 number of cases in the sample.
193
We included only one strain per participant in our analysis and excluded follow-up cases.
194
Clustering analysis was stratified first by location and then by MTBC lineage. Of the 2,309 isolates included for clustering analysis, we identified 1,227 (53·1%) isolates being Exploring the diversity and clustering within the MTBC lineages 282 We included data from both 15-MIRU (allelic information) and spoligotyping pattern to with cluster sizes of 9, 7 and 7 respectively, involved only males (table 3) . (2) 290 (23·6) Medium (3 -5) 262 (21·4) 452 (36·8) Very large (>20) 223 (18·2) For the multivariate model, we included only variables with p<0·1 and with at least 90% of available data. We 344 however excluded "locality" due to reduced sample size from the rural setting.
301

345
We excluded residence classification, marital status, isoniazid mono-resistance and MDR due to colinearity with 
351
¤ We found a significant decreasing trend in the probability of belonging to a clustered case with increasing age 352 category (p=0·004). 
(58·0) Reference
We included in this analysis, only variables with p<0·1 from the general logistic regression model in *Category described as untypeable for MIRU-VNTR includes isolates with ≥ 2 MIRU-loci un-amplified (164, 71·3%) and isolates with double allele at ≥ 2 MIRU-loci (66, 28·7%). These isolates were described as suspected mix infection or laboratory contamination and hence were removed from further analysis. # Frequency was expressed as the total number of Mycobacterium tuberculosis complex (MTBC) isolates obtained 
